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Background: Chronic hepatitis B (CHB) is a serious health prob-
lemworldwidewitha substantialminorityofpatients experiencing
premature death due to end-stage liver disease and/or hepato-
celluar carcinoma. The purpose of the present study is to clarify
whether the changes of liver histology in patients with mild CHB,
whose alanine aminotransferase (ALT) is more than and less than
two times up limit of normal (ULN), are different. The study will
provide clue to solve vital problems in CHB treatment. It is mean-
ing for the cases which even thoughmeet the requirements of both
the “Chronic Hepatitis B Prophylaxis and Treatment Guide 2010”
and HBV DNA detective value demond for normative anti-virus
treatment, but ALT<2×ULN, and a hepatic tissue biopsy could not
be conducted for various reasons for a timely normative anti-virus
treatment.
Methods & Materials: One hundred and twenty mild CHB
patients were divided into two groups according to baseline serum
ALT levels, group A with elevated level of serum ALT≥80U/L, and
group B with serum level of ALT less than 80U/L. Hepatic punc-
tures and pathology examinations are conducted, and the results
are compared for the difference of hepatic tissue histology between
the two groups.
Results: There is no obvious differences of hepatic inﬂamma-
tion activity between group A with ALT≥80U/L and group B with
ALT<80U/L (P >0.05). However, for staging liver ﬁbrosis, it shows
an obvious difference as group ALT≥80U/L holds a higher S1 ratio
(P <0.05). It means group ALT≥80U/L bears lower hepatic ﬁbrosis.
Conclusion: Since the present study shows that the compar-
ison of hepatic inﬂammation activity is statistically meaningless
comparing across groups of different ALT, and comparing to group
ALT≥80U/L, group ALT<80U/L bears more serious hepatic ﬁbro-
sis. It suggest that for mild CHB patients, includes both ALT≥80u
and ALT<80u patients, as long as patients meet HBV DNA viral
load demond for normative anti-virus treatment, normative anti-
virus treatment should be conducted. This study supplements and
improves “Chronic Hepatitis B Prophylaxis and Treatment Guide”
regarding to antiviral treatment for mild CHB patients with serum
ALT abnormal (ALT<2×ULN).
http://dx.doi.org/10.1016/j.ijid.2014.03.1074
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Background: Inﬂuenza A virus belongs to the Orthomyxoviri-
dae family. It is one of the most variable human pathogens; it
may undergo changes by antigenic drift and by antigenic shift. The
changes of hemagglutinin (HA) are the main mechanism of the
escape of inﬂuenza from host immunological response. The pan-
demicH1N1 inﬂuenza has changed relatively little since it emerged
in 2009. Genetically distinct variants were ﬁrst observed in 2010.
Here, we describe the analysis of the HA region encompassing
major neutralizing epitope in 2009-2012 pandemic inﬂuenza iso-
lates. The analysis was performed by a variation of single-strand
conformational polymorphism technique.
Methods & Materials: The inﬂuenza A strains were character-
ized by multitemperature single-strand conformational polymor-
phism (MSSCP) method. Single-stranded DNA fragments attain a
numberof conformationswhichmaybe separatedbyelectrophore-
sis giving a characteristic pattern of bands. Minute sequence
changes (e.g. pointmutations) andphysicochemical conditions (e.g.
temperature)may have signiﬁcant effect on electrophoreticmobil-
ity of single-stranded DNA. A series of primers were synthesized
after the comparison of the HA gene sequences of different A/H1N1
isolates. RT-PCR reactions were run using these primers and, after
denaturation, single-stranded DNA fragments were subjected to
MSSCP at strictly controlled temperatures.
Results:WhenanalyzedbyMSSCP, several genetic changeshave
appeared in isolates obtained in 2010 and 2011. We have char-
acterized the localization of these mutations within HA protein
structure. One of them E75K was localized within HA-Ab binding
site and may have an impact on the epitope properties. This may
implicate a potential emergence of inﬂuenza A strain which may
evade host immunological response.
Conclusion: MSSCP technique makes possible fast characteri-
zation of new viral variants long before they become dominant in
the environment. It may ﬁnd application in the detection of early
stages of appearance of a minor viral variant which may give rise
to unpredictable epidemiological outcome.
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